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Background: Studies on the transmission intensity of Wuchere-
ria bancrofti Microﬁlariae were carried out between September
2008-May 209 to identifymosquito vectors of bancroftian ﬁlariasis
in the study area, to ascertain the abundance and seasonal distri-
bution of these species, as well to ascertain the infectivity rate in
the study area in Okpochiri Local Government Area of Ebonyi State
Nigeria. Okpochiri community is one of the communities in Ebonyi
state where control measure (Ivermectin treatment and the dis-
tribution of treated bednets against Lymphatic ﬁlariasis has been
ongoing since 2007.
Methods & Materials: Adults mosquitoes were caught using
two methods, Pyrethrum Knock Down (PKD) and Mechanical Aspi-
rator (MA), two days of every month, between 7.00am- 12 noon,
with the aid of trained vilage volunteers. Each mosquito caught
was identiﬁed and dissected to assess the parity.
Results: A total of 315 mosquitoes representing 3 genera,
Anopheles gambiae (58.14%), Culex quinquefasciatuas (41.26%)while
Aedes (0.32%) were caught. The parity of the various mosquitoes
species were; An. gambiae, Nulliparous (13.65%), Parous gravid
(44.65%), Culex Nulliparous (18.09%), Parous gravid (23.17%) while
Aedes recorded (0.32%) Nulliparous. A sum total of (32.06%) Nul-
liparous mosquitoes and (67.93%) Parous gravid were observed
respectively. The infectivity ratewas found to be 0.01 (1%), because
the study area has been treated with Albendazole and Ivermectin
since 2007 and treated bednets have been distritributed. The sea-
sonal distribution were evaluated based on dry and rainy seasons.
However ﬁnding from the study has shown that mosquito abun-
dance increases with increasing rainfall with peak in the rainiest
month. Chi square analysis carried out to ascertain the abundance
of mosquitoes on various months showed signiﬁcant difference in
the various months (x2=5.99),P <0.05). And Chi square analysis to
assess the seasonal distribution showed signiﬁcant difference in
the two seasons (P <0.05) as the rainy season favours the breed-
ing habitats of mosquito vectors of Wuchereria bancrofti. Though
mosquitoes were rather high, yet there were no much infectivity
rate.
Conclusion: Preventive measures such as (treated bednets,
residual sprays and repellants) and drugs such as Ivermectin and
Albendazole given together yearly for 4-6 years should continue.
http://dx.doi.org/10.1016/j.ijid.2014.03.973
Type: Poster Presentation
Final Abstract Number: 53.015
Session: Infectious Disease Surveillance II
Date: Friday, April 4, 2014
Time: 12:45-14:15
Room: Ballroom
Study on pathogenesis and genetic
characterization of HPAI H5N1 isolated from a
tiger in China
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Background: A zoo tiger in Shanghai, China, died after expe-
riencing high fever and respiratory distress. An inﬂuenza A virus
(A/Tig/SH/01/2005 (H5N1))was isolated fromthe tiger’s lung. Com-
plete genome sequence of isolate and its pathogenicitywas studied
to observe replication of virus in different organs.
Methods&Materials:ViralRNAwasextractedandall gene frag-
ments were ampliﬁed by using RT-PCR and cloned into pMD18-T
vector. Complete genome sequencewas determined using an auto-
mated sequencer. Isolated viruswas inoculated intraperitoneally to
mice. Immunohistochemical staining was done to locate the local-
ization of antigen and Hematoxylin/Eosin (H/E) staining to observe
histopathological changes.
Results: Genotyping results showed that viral segments
belonged to genotype K,G,D,5J,F,1J,F,1E. Phylogenetic analysis
revealed it as clade 2.2 virus. Interestingly, slightly different
sequence (SPQGERRRKKR) was observed at HA cleavage site. PB2
gene had Glu(E) at position 627 which indicated that this isolate
could replicate efﬁciently in mammals. PB1 protein maintained
pathogenic molecular determinants Met(M)171 and Lys(K)198.
